ABSTRACT Arcobacter species are prevalent in pigs, and strains have been isolated from pig feces and pork meat; some Arcobacter strains may be porcine abortifacients. Arcobacter suis was recovered from pork meat in Spain. This study describes the wholegenome sequence of the A. suis type strain LMG 26152 (ϭF41 T ϭCECT 7833 T ).
(tmRNA) genes, and rRNA loci were identified with GeneMark, ARAGORN, and RNAmmer, respectively (16) (17) (18) . A preliminary GenBank-formatted file was created with the genome sequence and the GeneMark-derived CDS coordinates. Identification of putative pseudogenes and genes missed in the original GeneMark analysis and manual curation of each putative CDS were performed with the GenBank-formatted file and Artemis v. 16 (19) . Annotation was accomplished with BLASTP to compare the proteome of strain LMG 26152 T to proteins in both the NCBI nonredundant (nr) database and a custom protein database constructed from the proteomes of all current completed Arcobacter and Campylobacter genomes. Annotation was further refined with an analysis of Pfam motifs (20) . The LMG 26152 T genome is predicted to encode 2,523 putative protein-coding genes, 34 pseudogenes, 5 rRNA operons, and 59 tRNA-encoding genes, and it contains 9 genomic islands ranging from 5.5 to 34.3 kb in size. The LMG 26152 T genome contains a nif/rpoN nitrogen fixation gene cluster (21; GenBank accession number CP001999) and the same set of adenosylcobalamin biosynthesis genes identified previously in A. bivalviorum (22) . The A. suis genome also encodes the B 12 -dependent EutBC ethanolamine ammonia-lyase and the EutH ethanolamine permease. The acetaldehyde produced by EutBC would presumably be converted to ethanol and acetyl-coenzyme A by a putative AdhE dehydrogenase (Asuis2568). Two large genes encoding T1SS repeat domain-containing proteins were identified in the A. suis genome: asuis0242 (9,252 bp) and asuis0243 (16,326 bp) . Similarly to A. mytili (23) , these genes contain tandemly repeated internal motifs (5 ϫ 639 bp, asuis0242; 39 ϫ 647 bp, asuis0243). A 34,282-bp gene with no internal repeats encoding a putative repeats-in-toxin (RTX) family calcium-binding protein was also identified.
Data availability. The complete genome sequence of A. suis strain LMG 26152 T has been deposited in GenBank under the accession number CP032100. 454, HiSeq, and PacBio sequencing reads have been deposited in the NCBI Sequence Read Archive (SRA) under the accession number SRP155204.
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